GCGCCCGCGGTCCTTCCCGGAGGTTCTTAGGTCCTTCACTTCCTGTTTGCCGGCACTTCAAAATCCGGGTCAAAGGGTG SEQIDNO:I 

TCGCTTCGGTCTCTTCTCCCCGGCTGATCCCAGCACTCTCCGTGACAGCGCCTCCTGACTCAGCCCAGGACCGGCTTCT 

TCTCACGACCTGCTGGAGACTGGACGCCCACACCTGACCCGGAACTCGGAGGCGTGCTTCCTCCACCCGCCGGCTAGCA 

GCCCCGGGCCCTGAGCTCCCGCCGACGCCGCTGGGGGGCCCGACAGGCCCCTCGGCGCTGATGCTGAGTGGGATCGAGG 

GCCCGGGGCGGCGGCGGAGTACGGGCCTCTGGCGCCTTAGGCCAGCCGCAGGTGTCGGTTCTTAGGCTCTCCAGGCTCG 

CTAGCTCCCGCCCCGGCTTGGATGGGTCTCCCTGCGCCATAAATGTGGCTGCTGAGGCGGCGGTGGCCGTGGCCCGTCG 

CGCTGCTGCTGCGGCGCTCCAAGTTCATCTCCGCCCCGGGGCTCTCCTGCCCCACCTCGGGGCTGCCGCCACCCGCTCC 

MDKILEGLVSS SEQ ID NO:2 

TTATCCCCTGGCCCTGGCCTTGCAGCGTGGCGACA ATG GAC AAG ATC CTG GAG GGC CTT GTG AGT TCC 33 

t SEQ ID NO:3^ 

SHPLPLKRVIVRKVVESAEH 31 

3 TCG CAT CCC CTG CCC CTC AAG CGG GTG ATT GTG CGG AAG GTG GTG GAA TCG GCG GAG CAC 93 

gWL DSAQCEAMFDLTTRLILE 51 

*§'TGG CTA GAC GAG GCG CAG TGC GAG GCC ATG TTT GAC CTG ACG ACC CGG CTC ATC CTG GAG 153 

^GQDPFQRQVGHQVLEAYARY 71 

J GGC CAG GAC CCT TTC CAG CGG CAG GTG GGG CAC CAG GTG CTG GAG GCC TAC GCA CGA TAC 213 

3 

* H . R P E F E S F F N K T F V L G L L H Q 91 

CAC CGG CCA GAG TTC GAG TCC TTC TTC AAC AAG ACC TTC GTG TTG GGC CTC CTT CAT CAG 27 3 

JGYHSLDRKD.VAILDYIHNGL 111 

& GGC TAC CAC TCT CTG GAC AGG AAG GAT GTA GCC ATC CTG GAC TAC ATT CAC AAC GGC CTG 333 

^ KLIMSCPSVLDLFSLLQVEV 131 

f AAG CTG ATT ATG AGC TGT CCG TCG GTG CTG GAT CTC TTT AGC CTC CTG CAG GTA GAG GTG 3 93 

L^RMVCERPEPQLCARLSDLL 151 

TTA CGG ATG GTG TGT GAG AGG CCG GAG CCG CAG CTC TGT GCC CGA CTG AGC GAC CTT CTG 453 



TDFVQCIPKGK 
ACC GAC TTT GTG CAA TGC ATC CCC AAG GGG AAA 

VRTIGHFQCVS 
GTT CGA ACG ATA GGC CAT TTC CAG TGC GTG TCC 

VSQVTKVSNLL 
GTC TCC CAG GTG ACA AAA GTG AGT AAC TTG CTG 

TLLPSLQEVFA 
ACA CTA CTG CCT TCC CTG CaA GAA GTT TTT GCA 

EP 'SVALASLVQ 
GAA CCT TCT GTA GCA TTG GCA AGC CTT GTG CAG 

LIRSLTTDPNV 



LSITFCQQL 171 

TTG TCC ATC ACG TTC TGT CAA CAG CTG 513 

TQERELREY 191 

ACC CAG GAA AGA GAG CTG C^ ~ GAA TAT 573 

QNIWKAEPA 211 

CAG AAC ATC TGG AAG GCC GAG CCT GCC 633 

SISSTD SF 231 

AGC ATC TCT TCC ACA GAT G' \ TCA TTT 693 

HIPLQMITV 251 

CAT ATT CCT CTT CAG ATG ATT ACA GTT 7 53 

KDASMTQAL 271 



FIG 1A 



CTC ATC AGG AGC CTT ACT ACG GAT CCA AAT 

CRMIDWLSWP 
TGC AGA ATG ATT GAC TGG CTA TCC TGG CCA 

ALT KGLAAVQ 
GCA CTC CTG AAA GGA CTG GCA GCT GTC CAG 

LKIELVFNRL 
CTG AAA ATA GAA CTG GTT TTT AAT CGA CTT 

AVLSHMLLSF 
GCA GTT CTT TCT CAC ATG CTG CTT AGC TTT 

VPHVVNLVHS 
GTT CCT CAT GTG GTT AAT TTG GTT CAT TCT 

AFLVQLTELI 
' GCC TTC TTA GTA CAA TTA AC A GAA TTG ATA 

PD LYEPILEA 
H CCA GAT CTC TAT GAA CCT ATT CTG GAG GCA 

^KIKLILNQSA 
V - ■ AAG ATT AAG TTA ATT CTC AAT CAA AGT GCC 

1.0 C LSRLSGKSE 
|y TGC TTG TCT AGA CTT TCT GGA AAA TCT GAA 

|1 N . T C Y M N S V I Q 
I, AAT ACA TGT TAT ATG AAC AGT GTT ATA CAA 

^QVLSLNLNGC 
^ CAA GTA TTA TCT TTA AAT CTA AAT GGG TGC 

W FAFLAHTQRE 
S3 TTT GCC TTT CTG GCC CAT ACA CAG AGG GAA 

SRPPWFTPRS 
TCC AGA CCT CCA TGG TTT ACT CCC AGA TCA 

LLDRLHEEEK 
CTC CTT GAC AGG CTC CAT GAA GAA GAA AAG 

S EILECSETS 
TCT GAA ATT CTG n AA TGC AGT GAA ACT TCT 

L TETPRTSDG 
CTA ACA GAG ACC CCT CGT ACA AGT GAC GGT 

GKLRTHIRCL 
GGA AAA CTA CGA \CT CAC ATA CGT TGT TTG 

A F TDLSLAFC 
GCC TTT ACA GAT CTT TCG CTT GCC TTT TGT 

Q DPASSPSIQ 



GTA AAA GAT GCA AGT ATG ACC CAA GCC CTT 813 

LAQHVDTWVI 291 

TTG GCT CAG CAT GTG GAT ACA TGG GTA ATT 873 

KFTILIDVTL 311 

AAG TTT ACT ATT TTG ATA GAT GTT ACT TTG 933 

WFPLVRPGAL 331 

TGG TTT CCT CTT GTG AGA CCT GGT GCT CTT 993 

QHS PEAFHLI 351 

CAG CAT TCT CCA GAG GCG TTC CAT TTG ATT 1053 

FKNDGLPSST 371 

TTC AAA AAT GAT GGT CTG CCT TCA AGT ACA 1113 

HCMMYHYSGF 391 

CAC TGT ATG ATG TAT CAT TAT TCT GGA TTT 117 3 

IKDFPKPSEE 411 

ATA AAG GAT TTT CCT AAG CCC AGT GAA GAG 12 3 3 

WTSQSNSLAS 431 

TGG ACT TCT CAA TCC AAT TCT TTG GCG TCT 1293 

TGKTGLINLG 451 

ACT GGG AAA ACT GGT CTT ATT AAC CTA GGA 13 5 3 

ALFMATDFRR 471 

GCC TTG TTT ATG GCC ACA GAT TTC AGG AGA 1413 

NSLMKKLQHL 491 

AAT TCA TTA ATG AAA AAA TTA CAG CAT CTT 147 3 

AYAPRIFFEA 511 

GCA TAC GCA CCT CGG ATA TTC TTT GAG GCT 1533 

QQDCSEYLRF 531 

CAG CAA GAC TGT TCT GAA TAC CTC AGA TTT 15 93 

ILKVQASHKP 551 

ATC TTG AAA GTT CAG GCC TCA CAC AAG CCT 1653 

LQEVASKAAV 571 

TTA CAG GAA GTA GCT AGT AAA GCA ^CA GTA 1713 

EKTLI EKMFG 591 

GAG AAG ACT TTA ATA GAA AAA ATG TTT GGA 1773 

NCRSTSQKVE 611 

AAC TGC AGG AGT ACC TCA CAA AAA GTG GAA 1833 

PSSSLENMSV 631 

CCT TCC TCT TCT TTG GAA AAC ATG TCT GTC 1893 

DGGLMQASVP 651 



FIG IB 



CAA GAT CCA GCA TCA TCA CCC AGT ATA CAA GAT 

GPSEEPVVYNP 
GGT CCT TCA GAA GAA CCA GTA GTT TAT AAT CCA 

LVNEKTIGSPP 
CTT GTG AAT GAA AAA ACC ATA GGC AGT CCT CCT 

SVPNESNKILV 
TCT GTC CCT AAC GAA TCT AAC AAG ATT CTT GTT 

GETTP SVTDLL 
GGT GAA ACC ACA CCT TCA GTA ACT GAC TTA CTA 

TGDNQYYCENC 
ACT GGT GAT AAC CAA TAT TAT TGT GAA AAC TGT 

m . q i t e e p e y l i 
atg caa atc acg gag gaa cct gaa tac ctt att 

qkyhvrrkild 
cag aag tat cat gtg aga agg aaa att tta gac 

lpvkritsfss 
ttg cca gtt aaa aga att act tct ttc tct tca 

dftdlsenlak 
gac ttc act gat ctt agt gag aac ctt gct aaa 

asctklvpyl'l 
gct tcc tgc aca aaa ttg gtg ccc tat cta tta 

ssesghyysya 

TCC TCT GAA AGT GGG CAT TAC TAT TCT TAT GCC 

YQMYHQSEALA 
TAT CAG ATG TAC CAC CAG TCT GAG GCT CTG GCA 

GRDSPSAVFEQ 
GGG AGA GAT AGT CCC AGT GCA GTT TTT GAA CAG 

EWFLFNDSRVT 
GAA TGG TTT TTA TTT AAT GAC AGT AGA GTG ACA 

ITSRFPKDTAY 
ATT ACG AGC AGG TTT CC-. AAG GAC ACA GCT TAT 

TNGLSGNNPTS 
ACT AAT GGT TTA AGT GGT AAT AAC CCA ACC AGT 

LQKELMDAITK 
CTA CAG AAA GAA CTT ATG GAT GCT AT£ ACA AAA 

ELNARARALQA 
GAG TTG AAT GCT CGA GCC CGG GCC CTC CAA GCT 

NGFDDNDPPGS 



GGT GGT CTA ATG CAA GCC TCT GTA CCC 1953 

TTAAFICDS 671 

ACA ACA GCT GCC TTC ATC TGT GAC TCA 2 013 

NEFYC SENT 691 

AAT GAG TTT TAC TGT TCT GAA AAC ACT 2073 

NKDVPQKPG 711 

AAT AAA GAT GTA CCT CAG AAA CCA GGA 2133 

NYFLAPEIL 731 

AAT TAT TTT TTG GCT CCA GAG ATT CTT 2193 

ASLQNAEKT 751 

GCC TCT CTG CAA AAT GCT GAG AAA ACT 22 53 

LTLLRFSYD 771 

CTT ACT CTC CTG AGA TTT TCA TAT GAT 2313 

NVSLPLVLE 791 

AAT GTA TCA CTG CCA CTG GTT TTG GAG 2 37 3 

LSESWSVDV 811 

TTG TCA GAA AGT TGG TCT GTA GAT GTT 243 3 

KLKPSGTDE 831 

AAA TTA AAG CCT TCA GGG ACT GAT GAA 2493 

SSVVVHSGI 851 

AGT TCC GTT GTG GTT CAC TCT GGT ATA 2 553 

RNITSTDSS 871 

AGA AAT ATC ACA AGT ACA GAC TCT TCA 2613 

LASSQSHLL 891 

TTA GCA TCC TCC CAG AGT CAT TTA CTA 2673 

DLENKEMSK 911 

GAT TTG GAA AAT AAG GAA ATG TCA AAA 27 3 3 

FTSFQSVQK 931 

TTT ACT TCA TTT CAG TCA GTC CAG AAA 2 7 93 

VLLYKKQHS 951 

GTG CTT TTG TAT AAA AAA CAG CAT AGT 2853 

GLWINGDP P 971 

GGA CTC TGG ATA AAT GGA GAC CCA CCT 2 913 

DNKLYLQEQ 991 

GAC AAT AAA CTA TAT TTA CAl" GAA CAA 297 3 

ASASCSFRP 1011 

GCA TCT GCT TCA TGT TCA TTT CGG CCC 3 033 

CGPTGGGGG 1031 



FIG 1C 



I, 



AAT GGA TTT GAT GAC AAC GAC CCA CCA GGA AGC TGT GGA CCA ACT GGT GGA GGG GGT GGA 3 093 

GGFNTVGRLVF* 1043 

GGA GGA TTT AAT AC A GTT GGC AGA CTC GTA TTT TGA 3129 

<-SEQ ID NO:31^ 

TCCTGAGAGAGTCCAAAATGCACTGGTCACGAAACGTCTAATACTATGACTGTTAAAATGTCAGACTATAACAAATATC 
TATCTTTTATTTTTCATTAGACCCTTATACTTCAAGAGAACACACTCAGTGCTTGTTTTTATTTTCTTGACACATTTAT 
TAACAAAATGCATCATGGAAAAAAAATCTACCTCTTAAAATTCCATTTGCTTTTATGGTTAGACATGCTTGACCAAAAA 
TGTTCAGAAGAAAATATGTACCTGGTCCCTAATTAAGCTGCGTTAAATTTGGTAGAAGCATTTAAATGGTCTATCTTCA 
GTTTTACTGAACAAAAAATGTAATTTATTTAGCATTCTTTATAAAAGAATTGATGCTAGAGGTAAAAAAAAATACTTGT 
TTTTAAAAAATCCTTTACGTCTTGTGTAATTACCCCATTATTAAATTCAAGTCCTTGAAAATCAACTAGAGATTATAAA 
GTCTCTAAAGAAGGCAATAACAAAATTTATCAAGATATAGTACTTTTCAGTTTTTGTTTAGTGTCTTCAGCATCACTGT 
GTCTGTATTTCAAGTACAAATGTTTTTAAAAAGGATTCTTTATACATATGTGCTGAATTGATTTTAAGGAAAGTTGCAT 
GATCCTGTAGGAGCAACATTTTTACCTAAAAAATGCTAACTTTATAGTATTTCTAATTGTTCAAGGATTTTAAAATTCT 
*S GATCCTGTAGGAGCAACATTTTTACCTAAAAAATGCTAACTTTATAGTATTTCTAATTGTTCAAGGATTTTAAAATTCT 



FIG ID 



* - >tGLiNlGNTCYmNSvLQcLf s ipplrdyl ldi < - * SEQ ID NO: 4 
tGLiNlGNTCYmNSv+Q+Lf ++ ++r+ +1++ 
23430 445 TGL I NLGNTCYMNS VI QALFMATDFRRQ VLS L 476 



Fig. 3 



*->gpgkYeLyaVwHsGsslsgGHYtayvkken SEQ ID NOs5 

+ + Y L +VwHsG s+ +GHY++y+++ +++++ + ++++ 
23430 836 KLVPYLLSSVWHSGISSESGHYYSYARNITstdssyqmyhqseala 882 

WykFDDdkVsrvteeevlke 

++++ + ++++++ +++ ++++ +++W++F+D++V+ + v+k 
23430 883 lassqshllgrdspsavf eqdlenkemskeWFLFNDSRVTFTSFQSVQKI 932 

sggesgdtssAYiLfYer<-* 

+ ++AY+L+Y++ 
23430 933 TSR- - FPKDTAYVLLYKK 948 



Fig. 4 



Query: 710 PGGETTPSVTDLLNYFLAPEILTGDNQYYCENCASLQNAEKTMQITEEPEYLILTLLRFS 769 SEQ ID 
NO: 6 

P G+ + S+ D L F PE L GDN+Y+CE C Q+A K+I+P+L+LRF 
Sbjct: 12 PEGDHS - SLEDCLEQFFKPEELEGDNKYHCEKCKKKQDATKQLT I KKLPQVLTI HLKRFE 70 



Fig. 5 



